We agree entirely with Hamilton and Stevens [1] . Our analyses in Thompson et al. [2] and Averis et al. [3] were designed to indicate the diversity of trypanosomes infecting Australian wildlife, rather than postulate any robust hypotheses of phylogeny. Although there was some evidence from our data of a close relationship between Trypanosoma lewisi and certain trypanosome genotypes from Australian native mammals, there is certainly a need for much more comprehensive analyses, using a wider range of loci and a broader range of trypanosome taxa. This is important for better understanding the biodiversity and ecology of trypanosome infections in Australian wildlife and the potential impact they might have on threatened populations [2 and 4].
